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But…who is LilBUB?? 
But…who is LilBUB?? 
• She was runt of her litter and was 
found abandoned in a tool shed 
(Bloomington, Indiana, USA) 
 
 
• Adopted by Mike Bridavsky 
 
 
• She became an internet celebrity 
after posting pictures and videos 
in social media 
A special and unique combination of features 
Small lower jaw + no teeth=  
tongue always outside 
Polydactyly 
Osteopetrosis 
A degenerative disease…. 
…a pulsed electromagnetic field treatment… 
…. and a miraculous recovery 
• Never before seen combination of osteopetrosis and 
polydactyly 
• find the disease causing mutation: New variant or gene? 
• Find a so far unknown link between osteopetrosis and 
polydactyly 
OBJECTIVES 
There‘s more to it than sequencing 
 
• Research 
– Find the disease causing mutation: New variant or gene? 
– open and crowdfunded science 
 
• Communication 
– Show scientific project from inside 
– Raise awareness for rare diseases 
 
• Why not? 
THE TEAM 
A lil´ blood sample to study her genome 





• What model? 
– All-or-nothing 
– Flexible funding 
– Monthly “donations” 
– Matched donations 
 
• Gifts or no gifts? Patreon.com 
More things to consider 










• Define your message 
 








• Social media:  
– Twitter: @lilbubome 
– Facebook: /lilbubome 
Budget: $6,500 (8% to experiment.com) 
A CROWDFUNDING CAMPAIGN 
Friends & family 
 (Donations, FB likes, Tweets) 
Local media 
University newsletter 



























A successful campaign!!! 
248 backers (1% of pageviews) 
Workflow (Sequencing Core Facility MPIMG, Berlin) 
1. Whole genome sequencing 
 
2. Mapping using cat ref genome (Felis catus 6.2) 
 
3. SNP and InDels: Genes and regulatory elements 
(enhancers) 
 
4. Additional analysis: Inbreeding 
Processing of the genome 
• Illumina NextSeq 500: 2x150bp reads 
• Library S1 (~500bp): 144,172,364 reads  
• Library S2 (~250bp): 310,362,266 reads  
• 40x coverage  
• Mapped against Felis_catus_6.2 (98.38% overall alignment rate) 
Base calling and data handling: Sven Klages 
Mapping: Heiner Kuhl 
 
• 6.19 Million SNPs and InDels (1 per 394 bases) 
• 4.4 Million Intergenic (65,4%) 
• 1.75 Million in annotated genes (34,6%) 
 
• 59,000 in exons (0,44%) 
• 32,000 high confidence SNPs in exons 
Sequencing and mapping 
SNP/InDel Calling 
A brief look at the ZRS enhancer 
Lettice et al., 2011. Dev Cell 
ZRS mutations associated to polydactyly 
Lettice et al., 2008. Hum Mol Genet 
A heterozygous SNP in the ZRS enhancer 
Distantly related? 
Conclusions and from crowdfunding 
• Teamwork 
• A lot of unseen work 
• Practicing skills that you don‘t have 
• Just do it 
 
When do crowdfunding? 
• When you have an explicit project 
• When you want to engage before a project is finished 
• When you want to build an audience 
• When you have no other way of getting the money 
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